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andemic inﬂuenza A (HlNl) fromnasopharyngeal swabs on day 13
fter admission. Viral RNA was not detected in CSF. Antiviral ther-
py included oseltamivir but patient not recovered and coma vigil
eveloped. Patient died in the home care 3 months after, without
ny other conﬁrmed infections.
Conclusion: This is the ﬁrst report describing patients
ith severe neurologic complications associated with pandemic
nﬂuenza A (H1N1) virus infection in Slovakia. Only rarely is
nﬂuenza virus detected in CSF. Clinicians should consider pos-
ible neurologic complications like aseptic meningitis associated
ith novel inﬂuenza A (HlNl) virus in patients who present with
nly meningismus signs without respiratory symptoms during the
andemic inﬂuenza periods.
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revalence of chikungunya virus infection among suspected
engue pediatric patients in 3 regional hospitals in the
hilippines
.K. Sy1,∗, V. Chan2, A. Bautista1, M.R. Capeding3
Research Institute for TropicalMedicine,MuntinlupaCity, Philippines
University of Santo Tomas, Manila, Philippines
Research Institute for TropicalMedicine,MuntinlupaCity, Philippines
Background: Infectionwith Chikungunya virus has overlapping
linical symptoms with Dengue fever. Presence of Chikungunya
irus has been reported in the county since the 1960s, few cases
ere reported in the succeeding years. Although its neighbour-
ng countries have experienced massive outbreaks, no information
egarding CHIKV infection was reported in the Philippines for the
ast decade.
Methods: A retrospective and cross-sectional study in serum
amples collected in three regional hospitals was tested. In order
o determine theprevalence of Chikungunya infection, acute-phase
erum samples collected with negative Dengue IgM and IgG and
ave no Dengue RNA detected were tested for the presence of
HIKV IgM antibodies and CHIKV RNA.
Results: A total of 216 serum samples were tested, 31.5% (68)
ave conﬁrmed Chikungunya infection. Most (91%) of the positive
ases were children greater than 2 years of age (p=<0.0050). The
ighest prevalence was seen in ages between 6 to 10 years of age
hile themean age is 7.1. No differencewas seen between genders.
eadache, myalgia, abdominal pain, and hemorrhagic manifesta-
ions are the primary clinical symptoms of CHIKV positive cases at
4.7%, 61.8%, 60.3%, and 60.3% respectively, while 54% of positive
ases experienced fever. The seasonality is the same with Dengue.Conclusion: Chikungunya virus is present in the country but
ften misdiagnosed as Dengue fever.
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Differentiation of inﬂuenza A /H1N1/ strains by single-strand
conformational polymorphism
B. Szewczyk1,∗, B. Pajak2, K. Lepek1, K. Kucharczyk2
1 University of Gdansk, Gdansk, Poland
2 BioVectis, Warsaw, Poland
Background: Mixed infections of a single host with different
variants of inﬂuenza A virus are the main source of reassortants
which may have unpredictable properties when they establish
themselves in human population. We describe here a method for
detection of mixed inﬂuenza infections with seasonal A/H1N1/
human strain and the swine-origin pandemic A/H1N1/v strain.
Methods:The inﬂuenzaA/H1N1/variantswerecharacterizedby
multi-temperature single-stranded conformational polymorphism
(MSSCP) method. Single-stranded DNA fragments attain a num-
ber of conformations which may be separated by electrophoresis
giving a characteristic pattern of bands. Minute sequence changes
(e.g. point mutations) and physicochemical conditions (e.g. tem-
perature) may have signiﬁcant effect on electrophoretic mobility
of single-stranded DNA. A series of primers were synthesized after
the comparison of the hemagglutinin gene sequences of pandemic
and different seasonal A/H1N1/ strains. RT-PCR reactions were run
using these primers and, after denaturation, single-stranded DNA
fragments were subjected to electrophoresis at strictly controlled
temperatures.
Results: The gel patterns of pandemic A/H1N1/ and different
seasonal A/H1N1/ strains were easily distinguishable two hours
after completion of PCR. Co-infections with seasonal and pandemic
variants of the A/H1N1/ subtype were identiﬁed in about 10% sam-
ples collected diagnosed by real-time RT-PCR assay as infected by
pandemic strain. The sensitivity of the MSSCP-based minor genetic
variant detection was 0.5% as determined on a mixture of DNA
fragments obtained from ampliﬁcation of the hemagglutinin gene.
Conclusion: This technique makes possible fast characteriza-
tion of new viral variants long before they become dominant in the
mixture of strains.
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Inﬂuence of iron storage in liver tissue on ﬁbrosis in chronic
hepatitis HBV
A. Szymczak1,∗, K. Simon1, W. Rymer2, A. Gladysz1
1 Wroclaw Medical University, Wroclaw, Poland
2 Wroclaw’s Medical University, Wroclaw, PolandBackground: The role of iron storage in liver in chronic HBV
infection has been not investigated in details, whereas HCV infec-
tion is known risk factor for iron storage. The aim of the analysis
